We report here the genome assembly and analysis of Microbacterium strain sp. LKL04, a Gram-positive bacterial endophyte isolated from switchgrass plants (Panicum virgatum) grown on a reclaimed coal-mining site. The 2.9-Mbp genome of this bacterium was assembled into a single contig encoding 2,806 protein coding genes.
noncoding RNAs. For the noncoding RNAs, the RNA components of the protein secretion complex and RNase P were identified by searching the genome for the corresponding Rfam profiles using Infernal (19, 20) . CheckM v.1.0.8, hosted on KBase, was used to estimate the completeness of the LKL04 genome (21, 22) . Overall, the LKL04 genome returned a completeness score of 99.5% and a contamination level of only 0.67%. Using the PANTHER hidden Markov model (HMM) scoring tool panther-Score v.2.1, the protein sequences were further mapped against the PANTHER HMM database v.14.1 to functionally annotate the LKL04 genes and query for significantly overrepresented genes (23) . Default parameters were used for each software program, unless otherwise specified. Selected annotations and genome characteristics are shown in Fig. 1 . Additional gene prediction analysis and manual functional annotation were performed within the Integrated Microbial Genomes (IMG) platform developed by the Joint Genome Institute (Walnut Creek, CA) (24) .
Data availability. The whole-genome sequence has been deposited in DDBJ/EMBL/ GenBank under the accession no. PRJNA322991. Original forward and reverse sequencing reads can be retrieved from NCBI under SRA accession no. SRR4232145 and SRR4232146. The associated sequence data can also be found at the Joint Genome Institute (JGI) portal with the IMG taxon identifier (ID) 2667527218 (https://genome.jgi .doe.gov/portal/MicspLKL04/MicspLKL04.info.html) or at https://www.ncbi.nlm.nih.gov/ Taxonomy/Browser/wwwtax.cgi?idϭ912630. Scripts used to construct Fig. 1 can be found at https://github.com/nbo245/LKL04/tree/master/circos_plot.
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